
 (Circular) MAP of: Peaw133.Seq  check: 311  from: 1  to: 8044

PBR322 with the amp.R region reversed

 With 212 enzymes: *

 MaxCuts: 2
                           July 14, 1999 15:14  ..

         TTCTCATGTTTGACAGCTTATCATCGATAAGCTTGGATCAATTCCTGTAACAATAGCAAT
       1 ---------+---------+---------+---------+---------+---------+ 60
         AAGAGTACAAACTGTCGAATAGTAGCTATTCGAACCTAGTTAAGGACATTGTTATCGTTA

         ACCCCAAATACCTAATGTAGTTCCAGCAAGCAAGCTAAAAAGTAAAGCAACAACATAACC
      61 ---------+---------+---------+---------+---------+---------+ 120
         TGGGGTTTATGGATTACATCAAGGTCGTTCGTTCGATTTTTCATTTCGTTGTTGTATTGG

         TGACTCTTATACACAAGTAGCGTCCTGAACGGAACCTTTCCCGTTTTCCAggatcttcca
     121 ---------+---------+---------+---------+---------+---------+ 180
         ACTGAGAATATGTGTTCATCGCAGGACTTGCCTTGGAAAGGGCAAAAGGTcctagaaggt

           N
           s
           p
           V
         attcgaagttcctatactttctagagaataggaacttccgggatcgcccatcgataagct
     181 ---------+---------+---------+---------+---------+---------+ 240
         taagcttcaaggatatgaaagatctcttatccttgaaggccctagcgggtagctattcga

         tgggctgcaggtcgatcgactctagaggatcgTAGCGCTGAGGTCTGCCTCGTGAAGAAG
     241 ---------+---------+---------+---------+---------+---------+ 300
         acccgacgtccagctagctgagatctcctagcATCGCGACTCCAGACGGAGCACTTCTTC

                             S
                             t
                             u
                             I
         GTGTTGCTGACTCATACCAGGCCTGAATCGCCCCATCATCCAGCCAGAAAGTGAGGGAGC
     301 ---------+---------+---------+---------+---------+---------+ 360
         CACAACGACTGAGTATGGTCCGGACTTAGCGGGGTAGTAGGTCGGTCTTTCACTCCCTCG

         B
         s
         a
         X
         I
         CACGGTTGATGAGAGCTTTGTTGTAGGTGGACCAGTTGGTGATTTTGAACTTTTGCTTTG
     361 ---------+---------+---------+---------+---------+---------+ 420
         GTGCCAACTACTCTCGAAACAACATCCACCTGGTCAACCACTAAAACTTGAAAACGAAAC

         CCACGGAACGGTCTGCGTTGTCGGGAAGATGCGTGATCTGATCCTTCAACTCAGCAAAAG
     421 ---------+---------+---------+---------+---------+---------+ 480
         GGTGCCTTGCCAGACGCAACAGCCCTTCTACGCACTAGACTAGGAAGTTGAGTCGTTTTC

         TTCGATTTATTCAACAAAGCCGCCGTCCCGTCAAGTCAGCGTAATGCTCTGCCAGTGTTA
     481 ---------+---------+---------+---------+---------+---------+ 540
         AAGCTAAATAAGTTGTTTCGGCGGCAGGGCAGTTCAGTCGCATTACGAGACGGTCACAAT



         CAACCAATTAACCAATTCTGATTAGAAAAACTCATCGAGCATCAAATGAAACTGCAATTT
     541 ---------+---------+---------+---------+---------+---------+ 600
         GTTGGTTAATTGGTTAAGACTAATCTTTTTGAGTAGCTCGTAGTTTACTTTGACGTTAAA

         ATTCATATCAGGATTATCAATACCATATTTTTGAAAAAGCCGTTTCTGTAATGAAGGAGA
     601 ---------+---------+---------+---------+---------+---------+ 660
         TAAGTATAGTCCTAATAGTTATGGTATAAAAACTTTTTCGGCAAAGACATTACTTCCTCT

         AAACTCACCGAGGCAGTTCCATAGGATGGCAAGATCCTGGTATCGGTCTGCGATTCCGAC
     661 ---------+---------+---------+---------+---------+---------+ 720
         TTTGAGTGGCTCCGTCAAGGTATCCTACCGTTCTAGGACCATAGCCAGACGCTAAGGCTG

         TCGTCCAACATCAATACAACCTATTAATTTCCCCTCGTCAAAAATAAGGTTATCAAGTGA
     721 ---------+---------+---------+---------+---------+---------+ 780
         AGCAGGTTGTAGTTATGTTGGATAATTAAAGGGGAGCAGTTTTTATTCCAATAGTTCACT

                                                             N
                                                             s
                                                             i
                                                             I
         GAAATCACCATGAGTGACGACTGAATCCGGTGAGAATGGCAAAAGCTTATGCATTTCTTT
     781 ---------+---------+---------+---------+---------+---------+ 840
         CTTTAGTGGTACTCACTGCTGACTTAGGCCACTCTTACCGTTTTCGAATACGTAAAGAAA

         CCAGACTTGTTCAACAGGCCAGCCATTACGCTCGTCATCAAAATCACTCGCATCAACCAA
     841 ---------+---------+---------+---------+---------+---------+ 900
         GGTCTGAACAAGTTGTCCGGTCGGTAATGCGAGCAGTAGTTTTAGTGAGCGTAGTTGGTT

                                                       S
                                                       g
                                                       f
                                                       I
         ACCGTTATTCATTCGTGATTGCGCCTGAGCGAGACGAAATACGCGATCGCTGTTAAAAGG
     901 ---------+---------+---------+---------+---------+---------+ 960
         TGGCAATAAGTAAGCACTAACGCGGACTCGCTCTGCTTTATGCGCTAGCGACAATTTTCC

         ACAATTACAAACAGGAATCGAATGCAACCGGCGCAGGAACACTGCCAGCGCATCAACAAT
     961 ---------+---------+---------+---------+---------+---------+ 1020
         TGTTAATGTTTGTCCTTAGCTTACGTTGGCCGCGTCCTTGTGACGGTCGCGTAGTTGTTA

                    E
                    c                                      S
                    o                                      m
                    N                                      a
                    I                                      I
         ATTTTCACCTGAATCAGGATATTCTTCTAATACCTGGAATGCTGTTTTCCCGGGGATCGC
    1021 ---------+---------+---------+---------+---------+---------+ 1080
         TAAAAGTGGACTTAGTCCTATAAGAAGATTATGGACCTTACGACAAAAGGGCCCCTAGCG

                           N
                           s
                           i
                           I
         AGTGGTGAGTAACCATGCATCATCAGGAGTACGGATAAAATGCTTGATGGTCGGAAGAGG
    1081 ---------+---------+---------+---------+---------+---------+ 1140
         TCACCACTCATTGGTACGTAGTAGTCCTCATGCCTATTTTACGAACTACCAGCCTTCTCC



         CATAAATTCCGTCAGCCAGTTTAGTCTGACCATCTCATCTGTAACATCATTGGCAACGCT
    1141 ---------+---------+---------+---------+---------+---------+ 1200
         GTATTTAAGGCAGTCGGTCAAATCAGACTGGTAGAGTAGACATTGTAGTAACCGTTGCGA

         ACCTTTGCCATGTTTCAGAAACAACTCTGGCGCATCGGGCTTCCCATACAATCGATAGAT
    1201 ---------+---------+---------+---------+---------+---------+ 1260
         TGGAAACGGTACAAAGTCTTTGTTGAGACCGCGTAGCCCGAAGGGTATGTTAGCTATCTA

                                    N
                                    r
                                    u
                                    I
         TGTCGCACCTGATTGCCCGACATTATCGCGAGCCCATTTATACCCATATAAATCAGCATC
    1261 ---------+---------+---------+---------+---------+---------+ 1320
         ACAGCGTGGACTAACGGGCTGTAATAGCGCTCGGGTAAATATGGGTATATTTAGTCGTAG

                               X
                               h
                               o
                               I
         CATGTTGGAATTTAATCGCGGCCTCGAGCAAGACGTTTCCCGTTGAATATGGCTCATAAC
    1321 ---------+---------+---------+---------+---------+---------+ 1380
         GTACAACCTTAAATTAGCGCCGGAGCTCGTTCTGCAAAGGGCAACTTATACCGAGTATTG

         ACCCCTTGTATTACTGTTTATGTAAGCAGACAGTTTTATTGTTCATGATGATATATTTTT
    1381 ---------+---------+---------+---------+---------+---------+ 1440
         TGGGGAACATAATGACAAATACATTCGTCTGTCAAAATAACAAGTACTACTATATAAAAA

                                               D
                                               r
                                               a               S
                                               I               m
                                               I               a
                                               I               I
         ATCTTGTGCAATGTAACATCAGAGATTTTGAGACACAACGTGGCTTTcgatccccgggta
    1441 ---------+---------+---------+---------+---------+---------+ 1500
         TAGAACACGTTACATTGTAGTCTCTAAAACTCTGTGTTGCACCGAAAgctaggggcccat

                                                                    B
         K     S               N                                    a
         p     s               s                                    m
         n     t               p                                    H
         I     I               V                                    I
         ccgagctcgaatttcgaccaattcgaagttcctatactttctagagaataggaacttcgg
    1501 ---------+---------+---------+---------+---------+---------+ 1560
         ggctcgagcttaaagctggttaagcttcaaggatatgaaagatctcttatccttgaagcc

         gatccTGGAAAACGGGAAAGGTTCCGTTCAGGACGCTACTTGTGTATAAGAGTCAGGTTA
    1561 ---------+---------+---------+---------+---------+---------+ 1620
         ctaggACCTTTTGCCCTTTCCAAGGCAAGTCCTGCGATGAACACATATTCTCAGTCCAAT

         TGTTGTTGCTTTACTTTTTAGCTTGCTTGCTGGAACTACATTAGGTATTTGGGGTATTGC
    1621 ---------+---------+---------+---------+---------+---------+ 1680
         ACAACAACGAAATGAAAAATCGAACGAACGACCTTGATGTAATCCATAAACCCCATAACG



         TATTGTTACAGGAATTGATCCTCGACCGATGCCCTTGAGAGCCTTCAACCCAGTCAGCTC
    1681 ---------+---------+---------+---------+---------+---------+ 1740
         ATAACAATGTCCTTAACTAGGAGCTGGCTACGGGAACTCTCGGAAGTTGGGTCAGTCGAG

                                  P
                                  s
                                  h
                                  A
                                  I
         CTTCCGGTGGGCGCGGGGCATGACTATCGTCGCCGCACTTATGACTGTCTTCTTTATCAT
    1741 ---------+---------+---------+---------+---------+---------+ 1800
         GAAGGCCACCCGCGCCCCGTACTGATAGCAGCGGCGTGAATACTGACAGAAGAAATAGTA

         GCAACTCGTAGGACAGGTGCCGGCAGCGCTCTGGGTCATTTTCGGCGAGGACCGCTTTCG
    1801 ---------+---------+---------+---------+---------+---------+ 1860
         CGTTGAGCATCCTGTCCACGGCCGTCGCGAGACCCAGTAAAAGCCGCTCCTGGCGAAAGC

         CTGGAGCGCGACGATGATCGGCCTGTCGCTTGCGGTATTCGGAATCTTGCACGCCCTCGC
    1861 ---------+---------+---------+---------+---------+---------+ 1920
         GACCTCGCGCTGCTACTAGCCGGACAGCGAACGCCATAAGCCTTAGAACGTGCGGGAGCG

         TCAAGCCTTCGTCACTGGTCCCGCCACCAAACGTTTCGGCGAGAAGCAGGCCATTATCGC
    1921 ---------+---------+---------+---------+---------+---------+ 1980
         AGTTCGGAAGCAGTGACCAGGGCGGTGGTTTGCAAAGCCGCTCTTCGTCCGGTAATAGCG

                                                    N
                                                    r
                                                    u
                                                    I
         CGGCATGGCGGCCGACGCGCTGGGCTACGTCTTGCTGGCGTTCGCGACGCGAGGCTGGAT
    1981 ---------+---------+---------+---------+---------+---------+ 2040
         GCCGTACCGCCGGCTGCGCGACCCGATGCAGAACGACCGCAAGCGCTGCGCTCCGACCTA

         GGCCTTCCCCATTATGATTCTTCTCGCTTCCGGCGGCATCGGGATGCCCGCGTTGCAGGC
    2041 ---------+---------+---------+---------+---------+---------+ 2100
         CCGGAAGGGGTAATACTAAGAAGAGCGAAGGCCGCCGTAGCCCTACGGGCGCAACGTCCG

         CATGCTGTCCAGGCAGGTAGATGACGACCATCAGGGACAGCTTCAAGGATCGCTCGCGGC
    2101 ---------+---------+---------+---------+---------+---------+ 2160
         GTACGACAGGTCCGTCCATCTACTGCTGGTAGTCCCTGTCGAAGTTCCTAGCGAGCGCCG

         TCTTACCAGCCTAACTTCGATCACTGGACCGCTGATCGTCACGGCGATTTATGCCGCCTC
    2161 ---------+---------+---------+---------+---------+---------+ 2220
         AGAATGGTCGGATTGAAGCTAGTGACCTGGCGACTAGCAGTGCCGCTAAATACGGCGGAG

         GGCGAGCACATGGAACGGGTTGGCATGGATTGTAGGCGCCGCCCTATACCTTGTCTGCCT
    2221 ---------+---------+---------+---------+---------+---------+ 2280
         CCGCTCGTGTACCTTGCCCAACCGTACCTAACATCCGCGGCGGGATATGGAACAGACGGA

         CCCCGCGTTGCGTCGCGGTGCATGGAGCCGGGCCACCTCGACCTGAATGGAAGCCGGCGG
    2281 ---------+---------+---------+---------+---------+---------+ 2340
         GGGGCGCAACGCAGCGCCACGTACCTCGGCCCGGTGGAGCTGGACTTACCTTCGGCCGCC

         CACCTCGCTAACGGATTCACCACTCCAAGAATTGGAGCCAATCAATTCTTGCGGAGAACT



    2341 ---------+---------+---------+---------+---------+---------+ 2400
         GTGGAGCGATTGCCTAAGTGGTGAGGTTCTTAACCTCGGTTAGTTAAGAACGCCTCTTGA

         GTGAATGCGCAAACCAACCCTTGGCAGAACATATCCATCGCGTCCGCCATCTCCAGCAGC
    2401 ---------+---------+---------+---------+---------+---------+ 2460
         CACTTACGCGTTTGGTTGGGAACCGTCTTGTATAGGTAGCGCAGGCGGTAGAGGTCGTCG

                                     P
                                     p      M
                                     u      s
                                     M      c
                                     I      I
         CGCACGCGGCGCATCTCGGGCAGCGTTGGGTCCTGGCCACGGGTGCGCATGATCGTGCTC
    2461 ---------+---------+---------+---------+---------+---------+ 2520
         GCGTGCGCCGCGTAGAGCCCGTCGCAACCCAGGACCGGTGCCCACGCGTACTAGCACGAG

                   P
                   p
                   u
                   M
                   I
         CTGTCGTTGAGGACCCGGCTAGGCTGGCGGGGTTGCCTTACTGGTTAGCAGAATGAATCA
    2521 ---------+---------+---------+---------+---------+---------+ 2580
         GACAGCAACTCCTGGGCCGATCCGACCGCCCCAACGGAATGACCAATCGTCTTACTTAGT

         CCGATACGCGAGCGAACGTGAAGCGACTGCTGCTGCAAAACGTCTGCGACCTGAGCAACA
    2581 ---------+---------+---------+---------+---------+---------+ 2640
         GGCTATGCGCTCGCTTGCACTTCGCTGACGACGACGTTTTGCAGACGCTGGACTCGTTGT

         ACATGAATGGTCTTCGGTTTCCGTGTTTCGTAAAGTCTGGAAACGCGGAAGTCAGCGCCC
    2641 ---------+---------+---------+---------+---------+---------+ 2700
         TGTACTTACCAGAAGCCAAAGGCACAAAGCATTTCAGACCTTTGCGCCTTCAGTCGCGGG

                      B       B
                      s       s
                      p       a
                      E       B
                      I       I
         TGCACCATTATGTTCCGGATCTGCATCGCAGGATGCTGCTGGCTACCCTGTGGAACACCT
    2701 ---------+---------+---------+---------+---------+---------+ 2760
         ACGTGGTAATACAAGGCCTAGACGTAGCGTCCTACGACGACCGATGGGACACCTTGTGGA

         ACATCTGTATTAACGAAGCGCTGGCATTGACCCTGAGTGATTTTTCTCTGGTCCCGCCGC
    2761 ---------+---------+---------+---------+---------+---------+ 2820
         TGTAGACATAATTGCTTCGCGACCGTAACTGGGACTCACTAAAAAGAGACCAGGGCGGCG

         ATCCATACCGCCAGTTGTTTACCCTCACAACGTTCCAGTAACCGGGCATGTTCATCATCA
    2821 ---------+---------+---------+---------+---------+---------+ 2880
         TAGGTATGGCGGTCAACAAATGGGAGTGTTGCAAGGTCATTGGCCCGTACAAGTAGTAGT

                                                                   U
                                                                   b
                                                                   a
                                                                   D
                                                                   I
         GTAACCCGTATCGTGAGCATCCTCTCTCGTTTCATCGGTATCATTACCCCCATGAACAGA
    2881 ---------+---------+---------+---------+---------+---------+ 2940



         CATTGGGCATAGCACTCGTAGGAGAGAGCAAAGTAGCCATAGTAATGGGGGTACTTGTCT

         AATTCCCCCTTACACGGAGGCATCAAGTGACCAAACAGGAAAAAACCGCCCTTAACATGG
    2941 ---------+---------+---------+---------+---------+---------+ 3000
         TTAAGGGGGAATGTGCCTCCGTAGTTCACTGGTTTGTCCTTTTTTGGCGGGAATTGTACC

         CCCGCTTTATCAGAAGCCAGACATTAACGCTTCTGGAGAAACTCAACGAGCTGGACGCGG
    3001 ---------+---------+---------+---------+---------+---------+ 3060
         GGGCGAAATAGTCTTCGGTCTGTAATTGCGAAGACCTCTTTGAGTTGCTCGACCTGCGCC

                                                                  B
                                 X                                g
                                 m                                l
                                 n                                I
                                 I                                I
         ATGAACAGGCAGACATCTGTGAATCGCTTCACGACCACGCTGATGAGCTTTACCGCAAGA
    3061 ---------+---------+---------+---------+---------+---------+ 3120
         TACTTGTCCGTCTGTAGACACTTAGCGAAGTGCTGGTGCGACTACTCGAAATGGCGTTCT

           B
           s
           a
           B
           I
         TCTTGATCCCCTGCGCCATCAGATCCTTGGCGGCAAGAAAGCCATCCAGTTTACTTTGCA
    3121 ---------+---------+---------+---------+---------+---------+ 3180
         AGAACTAGGGGACGCGGTAGTCTAGGAACCGCCGTTCTTTCGGTAGGTCAAATGAAACGT

         GGGCTTCCCAACCTTACCAGAGGGCGCCCCAGCTGGCAATTCCGGTTCGCTTGCTGTCCA
    3181 ---------+---------+---------+---------+---------+---------+ 3240
         CCCGAAGGGTTGGAATGGTCTCCCGCGGGGTCGACCGTTAAGGCCAAGCGAACGACAGGT

         TAAAACCGCCCAGTCTAGCTATCGCCATGTAAGCCCACTGCAAGCTACCTGCTTTCTCTT
    3241 ---------+---------+---------+---------+---------+---------+ 3300
         ATTTTGGCGGGTCAGATCGATAGCGGTACATTCGGGTGACGTTCGATGGACGAAAGAGAA

                                             A
                                             l
                                             w
                                             N
                                             I
         TGCGCTTGCGTTTTCCCTTGTCCAGATAGCCCAGTAGCTGACATTCATCCGGGGTCAGCA
    3301 ---------+---------+---------+---------+---------+---------+ 3360
         ACGCGAACGCAAAAGGGAACAGGTCTATCGGGTCATCGACTGTAAGTAGGCCCCAGTCGT

                                 B
                                 s
                                 a
                                 A
                                 I
         CCGTTTCTGCGGACTGGCTTTCTACGTGTTCCGCTTCCTTTAGCAGCCCTTGCGCCCTGA
    3361 ---------+---------+---------+---------+---------+---------+ 3420
         GGCAAAGACGCCTGACCGAAAGATGCACAAGGCGAAGGAAATCGTCGGGAACGCGGGACT

         GTGCTTGCGGCAGCGTGAAGCTTTCTCTGAGCTGTAACAGCCTGACCGCAACAAACGAGA



    3421 ---------+---------+---------+---------+---------+---------+ 3480
         CACGAACGCCGTCGCACTTCGAAAGAGACTCGACATTGTCGGACTGGCGTTGTTTGCTCT

         GGATCGAGACCATCCGCTCCAGATTATCCGGCTCCTCCATGCGTTGCCTCTCGGCTCCTG
    3481 ---------+---------+---------+---------+---------+---------+ 3540
         CCTAGCTCTGGTAGGCGAGGTCTAATAGGCCGAGGAGGTACGCAACGGAGAGCCGAGGAC

         CTCCGGTTTTCCATGCCTTATGGAACTCCTCGATCCGCCAGCGATGGGTATAAATGTCGA
    3541 ---------+---------+---------+---------+---------+---------+ 3600
         GAGGCCAAAAGGTACGGAATACCTTGAGGAGCTAGGCGGTCGCTACCCATATTTACAGCT

                                      P
                          N           i
                          h           n
                          e           A
                          I           I
         TGACGCGCAAGGCTTGGGCTAGCGACTCGACCGGTTCGCCGGTCAGCAACAACCATTTCA
    3601 ---------+---------+---------+---------+---------+---------+ 3660
         ACTGCGCGTTCCGAACCCGATCGCTGAGCTGGCCAAGCGGCCAGTCGTTGTTGGTAAAGT

         ACGGGGTCTCACCCTTGGGCGGGTTAATCTCCTCGGCCAGCACCGCGTTGAGCGTGATAT
    3661 ---------+---------+---------+---------+---------+---------+ 3720
         TGCCCCAGAGTGGGAACCCGCCCAATTAGAGGAGCCGGTCGTGGCGCAACTCGCACTATA

         TCCCCTGTTTTAGCGTGATGCGCCCACTGCGCAGGCTCAAGCTCGCCTTGCGGGCTGGTC
    3721 ---------+---------+---------+---------+---------+---------+ 3780
         AGGGGACAAAATCGCACTACGCGGGTGACGCGTCCGAGTTCGAGCGGAACGCCCGACCAG

         GATTTTTACGTTTACCGCGTTTATCCACCACGCCCTTTTGCGGAATGCTGATCTGATAGC
    3781 ---------+---------+---------+---------+---------+---------+ 3840
         CTAAAAATGCAAATGGCGCAAATAGGTGGTGCGGGAAAACGCCTTACGACTAGACTATCG

                         D
                         r                                   A
                         d                                   h
                         I                                   d
                         I                                   I
         CACCCAACTCCGGTTGGTTCTTCAGATGGTCGATCAGATACAACCCAGACTCTACGTCCT
    3841 ---------+---------+---------+---------+---------+---------+ 3900
         GTGGGTTGAGGCCAACCAAGAAGTCTACCAGCTAGTCTATGTTGGGTCTGAGATGCAGGA

         TGCGTGGGTGCTTGGAGCGCACCACGAAGCGCTCGTTATGCGCCAGCCTGTCCTGCAGAT
    3901 ---------+---------+---------+---------+---------+---------+ 3960
         ACGCACCCACGAACCTCGCGTGGTGCTTCGCGAGCAATACGCGGTCGGACAGGACGTCTA

         AAGCATGAATATCGGCTTCGCGGTCACAGACCGCAATCACGTTGCTCATCATGCTGCCCA
    3961 ---------+---------+---------+---------+---------+---------+ 4020
         TTCGTACTTATAGCCGAAGCGCCAGTGTCTGGCGTTAGTGCAACGAGTAGTACGACGGGT

                           N
                           o
                           t
                           I
         TGCGTAACCGGCTAGTTGCGGCCGCTGCCAGCCATTTGCCACTCTCCTTTTCATCCGCAT
    4021 ---------+---------+---------+---------+---------+---------+ 4080



         ACGCATTGGCCGATCAACGCCGGCGACGGTCGGTAAACGGTGAGAGGAAAAGTAGGCGTA

         CGGCAGGGTCATCCGGGCGCATCCACCACTCCTGATGCAGTAATCCTACGGTGCGGAATG
    4081 ---------+---------+---------+---------+---------+---------+ 4140
         GCCGTCCCAGTAGGCCCGCGTAGGTGGTGAGGACTACGTCATTAGGATGCCACGCCTTAC

                                         U        S
                X                        b        a
                h                        a        c
                o                        D        I
                I                        I        I
         TGGTGGCCTCGAGCAAGAGAACGGAGTGAACCCACCATCCGCGGGATTTATCCTGAATAG
    4141 ---------+---------+---------+---------+---------+---------+ 4200
         ACCACCGGAGCTCGTTCTCTTGCCTCACTTGGGTGGTAGGCGCCCTAAATAGGACTTATC

                                   S
                                   e
                                   x
                                   A
                                   I
         AGCCCAGCTTGCCAAGCTCTTCGGCGACCTGGTGGCGATAACTCAAAGAGGTGGTGTCCT
    4201 ---------+---------+---------+---------+---------+---------+ 4260
         TCGGGTCGAACGGTTCGAGAAGCCGCTGGACCACCGCTATTGAGTTTCTCCACCACAGGA

              M
              s
              c
              I
         CAATGGCCAGCAGTTCGGGAAACTCCTGAGCCAACTTGACTGTTTGCATGGCGCCAGCCT
    4261 ---------+---------+---------+---------+---------+---------+ 4320
         GTTACCGGTCGTCAAGCCCTTTGAGGACTCGGTTGAACTGACAAACGTACCGCGGTCGGA

         TTCTGATCGCCTCGGCAGAAACGTTGGGATTGCGGTAAAATCGGTAAGCGCCTTCCTGCA
    4321 ---------+---------+---------+---------+---------+---------+ 4380
         AAGACTAGCGGAGCCGTCTTTGCAACCCTAACGCCATTTTAGCCATTCGCGGAAGGACGT

                                                             M
                                                             u
                                                             n
                                                             I
         TGGCTTCACTACCCTCTGATGAGATGGTTATTGATTTACCAGAATATTTTGCCAATTGGG
    4381 ---------+---------+---------+---------+---------+---------+ 4440
         ACCGAAGTGATGGGAGACTACTCTACCAATAACTAAATGGTCTTATAAAACGGTTAACCC

                  H
                  p
                  a
                  I
         CGGCGACGTTAACCAAGCGGGCAGTACGGCGAGGATCACCCAGCGCCGCCGAAGAGAACA
    4441 ---------+---------+---------+---------+---------+---------+ 4500
         GCCGCTGCAATTGGTTCGCCCGTCATGCCGCTCCTAGTGGGTCGCGGCGGCTTCTCTTGT

         CAGATTTAGCCCAGTCGGCCGCACGATGAAGAGCAGAAGTTATCATGCTGCCTCGCGCGT
    4501 ---------+---------+---------+---------+---------+---------+ 4560
         GTCTAAATCGGGTCAGCCGGCGTGCTACTTCTCGTCTTCAATAGTACGACGGAGCGCGCA

         TTCGGTGATGACGGTGAAAACCTCTGACACATGCAGCTCCCGGAGACGGTCACAGCTTGT



    4561 ---------+---------+---------+---------+---------+---------+ 4620
         AAGCCACTACTGCCACTTTTGGAGACTGTGTACGTCGAGGGCCTCTGCCAGTGTCGAACA

                                     D
                                     r
                                     d
                                     I
         CTGTAAGCGGATGCCGGGAGCAGACAAGCCCGTCAGGGCGCGTCAGCGGGTGTTGGCGGG
    4621 ---------+---------+---------+---------+---------+---------+ 4680
         GACATTCGCCTACGGCCCTCGTCTGTTCGGGCAGTCCCGCGCAGTCGCCCACAACCGCCC

                             T
                             t
                             h      B
                             1      s
                             1      a
                             1      A
                             I      I
         TGTCGGGGCGCAGCCATGACCCAGTCACGTAGCGATAGCGGAGTGCACCATCGAATGGCG
    4681 ---------+---------+---------+---------+---------+---------+ 4740
         ACAGCCCCGCGTCGGTACTGGGTCAGTGCATCGCTATCGCCTCACGTGGTAGCTTACCGC

                  H
                  g
                  i
                  E
                  I
                  I
         CAAAACCTTTCGCGGTATGGCATGATAGCGCCCGGAAGAGAGTCAATTCAGGGTGGTGAA
    4741 ---------+---------+---------+---------+---------+---------+ 4800
         GTTTTGGAAAGCGCCATACCGTACTATCGCGGGCCTTCTCTCAGTTAAGTCCCACCACTT

         TGTGAAACCAGTAACGTTATACGATGTCGCAGAGTATGCCGGTGTCTCTTATCAGACCGT
    4801 ---------+---------+---------+---------+---------+---------+ 4860
         ACACTTTGGTCATTGCAATATGCTACAGCGTCTCATACGGCCACAGAGAATAGTCTGGCA

                       D
                       r
                       d
                       I
                       I
         TTCCCGCGTGGTGAACCAGGCCAGCCACGTTTCTGCGAAAACGCGGGAAAAAGTGGAAGC
    4861 ---------+---------+---------+---------+---------+---------+ 4920
         AAGGGCGCACCACTTGGTCCGGTCGGTGCAAAGACGCTTTTGCGCCCTTTTTCACCTTCG

         GGCGATGGCGGAGCTGAATTACATTCCCAACCGCGTGGCACAACAACTGGCGGGCAAACA
    4921 ---------+---------+---------+---------+---------+---------+ 4980
         CCGCTACCGCCTCGACTTAATGTAAGGGTTGGCGCACCGTGTTGTTGACCGCCCGTTTGT

         GTCGTTGCTGATTGGCGTTGCCACCTCCAGTCTGGCCCTGCACGCGCCGTCGCAAATTGT
    4981 ---------+---------+---------+---------+---------+---------+ 5040
         CAGCAACGACTAACCGCAACGGTGGAGGTCAGACCGGGACGTGCGCGGCAGCGTTTAACA

         CGCGGCGATTAAATCTCGCGCCGATCAACTGGGTGCCAGCGTGGTGGTGTCGATGGTAGA
    5041 ---------+---------+---------+---------+---------+---------+ 5100



         GCGCCGCTAATTTAGAGCGCGGCTAGTTGACCCACGGTCGCACCACCACAGCTACCATCT

                                                            M
                                                            l
                                                            u
                                                            I
         ACGAAGCGGCGTCGAAGCCTGTAAAGCGGCGGTGCACAATCTTCTCGCGCAACGCGTCAG
    5101 ---------+---------+---------+---------+---------+---------+ 5160
         TGCTTCGCCGCAGCTTCGGACATTTCGCCGCCACGTGTTAGAAGAGCGCGTTGCGCAGTC

              B
              c
              l
              I
         TGGGCTGATCATTAACTATCCGCTGGATGACCAGGATGCCATTGCTGTGGAAGCTGCCTG
    5161 ---------+---------+---------+---------+---------+---------+ 5220
         ACCCGACTAGTAATTGATAGGCGACCTACTGGTCCTACGGTAACGACACCTTCGACGGAC

         CACTAATGTTCCGGCGTTATTTCTTGATGTCTCTGACCAGACACCCATCAACAGTATTAT
    5221 ---------+---------+---------+---------+---------+---------+ 5280
         GTGATTACAAGGCCGCAATAAAGAACTACAGAGACTGGTCTGTGGGTAGTTGTCATAATA

                                                             B
                                                             s
                                                             t
                                                             E
                                                             I
                                                             I
         TTTCTCCCATGAAGACGGTACGCGACTGGGCGTGGAGCATCTGGTCGCATTGGGTCACCA
    5281 ---------+---------+---------+---------+---------+---------+ 5340
         AAAGAGGGTACTTCTGCCATGCGCTGACCCGCACCTCGTAGACCAGCGTAACCCAGTGGT

                             B A
                             m p
                             g a
                             I I
         GCAAATCGCGCTGTTAGCGGGCCCATTAAGTTCTGTCTCGGCGCGTCTGCGTCTGGCTGG
    5341 ---------+---------+---------+---------+---------+---------+ 5400
         CGTTTAGCGCGACAATCGCCCGGGTAATTCAAGACAGAGCCGCGCAGACGCAGACCGACC

         CTGGCATAAATATCTCACTCGCAATCAAATTCAGCCGATAGCGGAACGGGAAGGCGACTG
    5401 ---------+---------+---------+---------+---------+---------+ 5460
         GACCGTATTTATAGAGTGAGCGTTAGTTTAAGTCGGCTATCGCCTTGCCCTTCCGCTGAC

         GAGTGCCATGTCCGGTTTTCAACAAACCATGCAAATGCTGAATGAGGGCATCGTTCCCAC
    5461 ---------+---------+---------+---------+---------+---------+ 5520
         CTCACGGTACAGGCCAAAAGTTGTTTGGTACGTTTACGACTTACTCCCGTAGCAAGGGTG

                                                   B
                                                   s
                                                   s
                                                   H
                                                   I
                                                   I
         TGCGATGCTGGTTGCCAACGATCAGATGGCGCTGGGCGCAATGCGCGCCATTACCGAGTC



    5521 ---------+---------+---------+---------+---------+---------+ 5580
         ACGCTACGACCAACGGTTGCTAGTCTACCGCGACCCGCGTTACGCGCGGTAATGGCTCAG

                              E
                              c
                              o
                              R
                              V
         CGGGCTGCGCGTTGGTGCGGATATCTCGGTAGTGGGATACGACGATACCGAAGACAGCTC
    5581 ---------+---------+---------+---------+---------+---------+ 5640
         GCCCGACGCGCAACCACGCCTATAGAGCCATCACCCTATGCTGCTATGGCTTCTGTCGAG

                          H
                          p
                          a
                          I
         ATGTTATATCCCGCCGTTAACCACCATCAAACAGGATTTTCGCCTGCTGGGGCAAACCAG
    5641 ---------+---------+---------+---------+---------+---------+ 5700
         TACAATATAGGGCGGCAATTGGTGGTAGTTTGTCCTAAAAGCGGACGACCCCGTTTGGTC

         CGTGGACCGCTTGCTGCAACTCTCTCAGGGCCAGGCGGTGAAGGGCAATCAGCTGTTGCC
    5701 ---------+---------+---------+---------+---------+---------+ 5760
         GCACCTGGCGAACGACGTTGAGAGAGTCCCGGTCCGCCACTTCCCGTTAGTCGACAACGG

                                                           B
                                                           s
                                                           a
                                                           X
                                                           I
         CGTCTCACTGGTGAAAAGAAAAACCACCCTGGCGCCCAATACGCAAACCGCCTCTCCCCG
    5761 ---------+---------+---------+---------+---------+---------+ 5820
         GCAGAGTGACCACTTTTCTTTTTGGTGGGACCGCGGGTTATGCGTTTGGCGGAGAGGGGC

         CGCGTTGGCCGATTCATTAATGCAGCTGGCACGACAGGTTTCCCGACTGGAAAGCGGGCA
    5821 ---------+---------+---------+---------+---------+---------+ 5880
         GCGCAACCGGCTAAGTAATTACGTCGACCGTGCTGTCCAAAGGGCTGACCTTTCGCCCGT

         GTGAGCGCAACGCAATTAATGTAAGTTAGCTCACTCATTAGGCTATACTGGCTTAACTAT
    5881 ---------+---------+---------+---------+---------+---------+ 5940
         CACTCGCGTTGCGTTAATTACATTCAATCGAGTGAGTAATCCGATATGACCGAATTGATA

                                                 E
                            T                    c
                            a                    o
                            t                    R
                            I                    I
         GCGGCATCAGAGCAGATTGTACTGAGAGTGCACCATACCGGAATTCCGGTATGCGGTGTG
    5941 ---------+---------+---------+---------+---------+---------+ 6000
         CGCCGTAGTCTCGTCTAACATGACTCTCACGTGGTATGGCCTTAAGGCCATACGCCACAC

         AAATACCGCACAGATGCGTAAGGAGAAAATACCGCATCAGGCGCTCTTCCGCTTCCTCGC
    6001 ---------+---------+---------+---------+---------+---------+ 6060
         TTTATGGCGTGTCTACGCATTCCTCTTTTATGGCGTAGTCCGCGAGAAGGCGAAGGAGCG

         TCACTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGG



    6061 ---------+---------+---------+---------+---------+---------+ 6120
         AGTGACTGAGCGACGCGAGCCAGCAAGCCGACGCCGCTCGCCATAGTCGAGTGAGTTTCC

                                                      B
                                                      s
                                                      p
                                                      L
                                                      U
                                                      1
                                                      1
                                                      I
         CGGTAATACGGTTATCCACAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGCAAAAG
    6121 ---------+---------+---------+---------+---------+---------+ 6180
         GCCATTATGCCAATAGGTGTCTTAGTCCCCTATTGCGTCCTTTCTTGTACACTCGTTTTC

         GCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCC
    6181 ---------+---------+---------+---------+---------+---------+ 6240
         CGGTCGTTTTCCGGTCCTTGGCATTTTTCCGGCGCAACGACCGCAAAAAGGTATCCGAGG

                                          D
                                          r
                                          d
                                          I
         GCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAG
    6241 ---------+---------+---------+---------+---------+---------+ 6300
         CGGGGGGACTGCTCGTAGTGTTTTTAGCTGCGAGTTCAGTCTCCACCGCTTTGGGCTGTC

         GACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGA
    6301 ---------+---------+---------+---------+---------+---------+ 6360
         CTGATATTTCTATGGTCCGCAAAGGGGGACCTTCGAGGGAGCACGCGAGAGGACAAGGCT

         CCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTC
    6361 ---------+---------+---------+---------+---------+---------+ 6420
         GGGACGGCGAATGGCCTATGGACAGGCGGAAAGAGGGAAGCCCTTCGCACCGCGAAAGAG

         ATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTG
    6421 ---------+---------+---------+---------+---------+---------+ 6480
         TATCGAGTGCGACATCCATAGAGTCAAGCCACATCCAGCAAGCGAGGTTCGACCCGACAC

         TGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGT
    6481 ---------+---------+---------+---------+---------+---------+ 6540
         ACGTGCTTGGGGGGCAAGTCGGGCTGGCGACGCGGAATAGGCCATTGATAGCAGAACTCA

                                                  A
                                                  l
                                                  w
                                                  N
                                                  I
         CCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCA
    6541 ---------+---------+---------+---------+---------+---------+ 6600
         GGTTGGGCCATTCTGTGCTGAATAGCGGTGACCGTCGTCGGTGACCATTGTCCTAATCGT

         GAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACA
    6601 ---------+---------+---------+---------+---------+---------+ 6660
         CTCGCTCCATACATCCGCCACGATGTCTCAAGAACTTCACCACCGGATTGATGCCGATGT



         CTAGAAGGACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAG
    6661 ---------+---------+---------+---------+---------+---------+ 6720
         GATCTTCCTGTCATAAACCATAGACGCGAGACGACTTCGGTCAATGGAAGCCTTTTTCTC

                                        H
                                        g
                                        i
                                        E
                                        I
                                        I
         TTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCA
    6721 ---------+---------+---------+---------+---------+---------+ 6780
         AACCATCGAGAACTAGGCCGTTTGTTTGGTGGCGACCATCGCCACCAAAAAAACAAACGT

         AGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGG
    6781 ---------+---------+---------+---------+---------+---------+ 6840
         TCGTCGTCTAATGCGCGTCTTTTTTTCCTAGAGTTCTTCTAGGAAACTAGAAAAGATGCC

         GGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGAGATTATCAA
    6841 ---------+---------+---------+---------+---------+---------+ 6900
         CCAGACTGCGAGTCACCTTGCTTTTGAGTGCAATTCCCTAAAACCAGTACTCTAATAGTT

                                 B   E
                                 s   c
                                 p   o
                                 E   R
                                 I   I
         AAAGGATCTTCACCTAGATCCTTTTCCGGAATTCCAAATCAATCTAAAGTATATATGAGT
    6901 ---------+---------+---------+---------+---------+---------+ 6960
         TTTCCTAGAAGTGGATCTAGGAAAAGGCCTTAAGGTTTAGTTAGATTTCATATATACTCA

         AAACTTGGTCTGACAGTTACCAATGCTTAATCAGTGAGGCACCTATCTCAGCGATCTGTC
    6961 ---------+---------+---------+---------+---------+---------+ 7020
         TTTGAACCAGACTGTCAATGGTTACGAATTAGTCACTCCGTGGATAGAGTCGCTAGACAG

                                      A
                                      h
                                      d
                                      I
         TATTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAACTACGATACGGGAGG
    7021 ---------+---------+---------+---------+---------+---------+ 7080
         ATAAAGCAAGTAGGTATCAACGGACTGAGGGGCAGCACATCTATTGATGCTATGCCCTCC

         GCTTACCATCTGGCCCCAGTGCTGCAATGATACCGCGAGACCCACGCTCACCGGCTCCAG
    7081 ---------+---------+---------+---------+---------+---------+ 7140
         CGAATGGTAGACCGGGGTCACGACGTTACTATGGCGCTCTGGGTGCGAGTGGCCGAGGTC

         ATTTATCAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTGGTCCTGCAACTT
    7141 ---------+---------+---------+---------+---------+---------+ 7200
         TAAATAGTCGTTATTTGGTCGGTCGGCCTTCCCGGCTCGCGTCTTCACCAGGACGTTGAA

         TATCCGCCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAAGTAGTTCGCCAG
    7201 ---------+---------+---------+---------+---------+---------+ 7260
         ATAGGCGGAGGTAGGTCAGATAATTAACAACGGCCCTTCGATCTCATTCATCAAGCGGTC

         TTAATAGTTTGCGCAACGTTGTTGCCATTGCTGCAGGCATCGTGGTGTCACGCTCGTCGT



    7261 ---------+---------+---------+---------+---------+---------+ 7320
         AATTATCAAACGCGTTGCAACAACGGTAACGACGTCCGTAGCACCACAGTGCGAGCAGCA

         TTGGTATGGCTTCATTCAGCTCCGGTTCCCAACGATCAAGGCGAGTTACATGATCCCCCA
    7321 ---------+---------+---------+---------+---------+---------+ 7380
         AACCATACCGAAGTAAGTCGAGGCCAAGGGTTGCTAGTTCCGCTCAATGTACTAGGGGGT

         TGTTGTGCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGATCGTTGTCAGAAGTAAGTTGG
    7381 ---------+---------+---------+---------+---------+---------+ 7440
         ACAACACGTTTTTTCGCCAATCGAGGAAGCCAGGAGGCTAGCAACAGTCTTCATTCAACC

         CCGCAGTGTTATCACTCATGGTTATGGCAGCACTGCATAATTCTCTTACTGTCATGCCAT
    7441 ---------+---------+---------+---------+---------+---------+ 7500
         GGCGTCACAATAGTGAGTACCAATACCGTCGTGACGTATTAAGAGAATGACAGTACGGTA

                                      ST
                                      ca
                                      at
                                      II
                                       /
         CCGTAAGATGCTTTTCTGTGACTGGTGAGTACTCAACCAAGTCATTCTGAGAATAGTGTA
    7501 ---------+---------+---------+---------+---------+---------+ 7560
         GGCATTCTACGAAAAGACACTGACCACTCATGAGTTGGTTCAGTAAGACTCTTATCACAT

         TGCGGCGACCGAGTTGCTCTTGCCCGGCGTCAACACGGGATAATACCGCGCCACATAGCA
    7561 ---------+---------+---------+---------+---------+---------+ 7620
         ACGCCGCTGGCTCAACGAGAACGGGCCGCAGTTGTGCCCTATTATGGCGCGGTGTATCGT

               D                     X
               r                     m
               a                     n
               I                     I
         GAACTTTAAAAGTGCTCATCATTGGAAAACGTTCTTCGGGGCGAAAACTCTCAAGGATCT
    7621 ---------+---------+---------+---------+---------+---------+ 7680
         CTTGAAATTTTCACGAGTAGTAACCTTTTGCAAGAAGCCCCGCTTTTGAGAGTTCCTAGA

         TACCGCTGTTGAGATCCAGTTCGATGTAACCCACTCGTGCACCCAACTGATCTTCAGCAT
    7681 ---------+---------+---------+---------+---------+---------+ 7740
         ATGGCGACAACTCTAGGTCAAGCTACATTGGGTGAGCACGTGGGTTGACTAGAAGTCGTA

         CTTTTACTTTCACCAGCGTTTCTGGGTGAGCAAAAACAGGAAGGCAAAATGCCGCAAAAA
    7741 ---------+---------+---------+---------+---------+---------+ 7800
         GAAAATGAAAGTGGTCGCAAAGACCCACTCGTTTTTGTCCTTCCGTTTTACGGCGTTTTT

         AGGGAATAAGGGCGACACGGAAATGTTGAATACTCATACTCTTCCTTTTTCAATATTATT
    7801 ---------+---------+---------+---------+---------+---------+ 7860
         TCCCTTATTCCCGCTGTGCCTTTACAACTTATGAGTATGAGAAGGAAAAAGTTATAATAA

         GAAGCATTTATCAGGGTTATTGTCTCATGAGCGGATACATATTTGAATGTATTTAGAAAA
    7861 ---------+---------+---------+---------+---------+---------+ 7920
         CTTCGTAAATAGTCCCAATAACAGAGTACTCGCCTATGTATAAACTTACATAAATCTTTT

                                                            A
                                                            a
                                                            t
                                                            I
                                                            I



         ATAAACAAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCACCTGACGTCTAAGAAA
    7921 ---------+---------+---------+---------+---------+---------+ 7980
         TATTTGTTTATCCCCAAGGCGCGTGTAAAGGGGCTTTTCACGGTGGACTGCAGATTCTTT

         CCATTATTATCATGACATTAACCTATAAAAATAGGCGTATCACGAGGCCCTTTCGTCTTC
    7981 ---------+---------+---------+---------+---------+---------+ 8040
         GGTAATAATAGTACTGTAATTGGATATTTTTATCCGCATAGTGCTCCGGGAAAGCAGAAG

         AAGA
    8041 ---- 8044
         TTCT

 Enzymes that do cut and were not excluded:

    AatII     AhdI    AlwNI     ApaI    BamHI     BclI    BglII     BmgI
    BsaAI    BsaBI    BsaXI    BspEI BspLU11I   BssHII   BstEII     DraI
   DraIII     DrdI    DrdII    EcoNI    EcoRI    EcoRV   HgiEII     HpaI
     KpnI     MluI     MscI     MunI     NheI     NotI     NruI     NsiI
     NspV    PinAI    PpuMI    PshAI    SacII     ScaI    SexAI     SgfI
     SmaI     SstI     StuI     TatI  Tth111I    UbaDI     XhoI     XmnI

 Enzymes that do not cut:

     AccI    AflII     AscI    AvrII     BaeI     BplI Bpu1102I    BsrGI
 Bst1107I   Bsu36I     FseI     NcoI     NdeI     PacI     PmeI     PmlI
    RleAI    RsrII     SalI    SanDI     SfiI    SgrAI    SnaBI     SpeI
     SphI     SrfI Sse8387I Sse8647I     SunI     SwaI

 Enzymes excluded; MinCuts: 1  MaxCuts: 2

  AceIII     AciI   AflIII     AluI     AlwI   Alw26I    ApaBI    ApaLI
    ApoI     AvaI    AvaII     BanI    BanII     BbsI     BbvI     BccI
  Bce83I    BcefI     BcgI     BcgI     BfaI     BfiI     BglI     BpmI
  Bpu10I     BsaI    BsaHI    BsaJI    BsaWI     BsbI    BscGI    BseRI
    BsgI    BsiEI  BsiHKAI     BslI     BsmI    BsmBI    BsmFI   Bsp24I
  Bsp24I Bsp1286I    BspGI    BspMI     BsrI    BsrBI    BsrDI    BsrFI
   BssSI    BstXI    BstYI    Cac8I     CjeI     CjeI    CjePI    CjePI
    ClaI    CviJI    CviRI     DdeI     DpnI     DsaI     EaeI     EagI
    EarI     EciI Eco47III   Eco57I EcoO109I   EcoRII     FauI   Fnu4HI
    FokI     FspI    GdiII     HaeI    HaeII   HaeIII     HgaI     HhaI
   Hin4I   HincII  HindIII    HinfI     HphI   MaeIII    MboII     MmeI
    MnlI     MseI     MslI     MspI   MspA1I     MwoI     NarI     NciI
  NgoAIV   NlaIII    NlaIV     NspI Pfl1108I    PflMI     PleI Psp1406I
    PstI     PvuI    PvuII     RcaI     RsaI     SapI   Sau96I   Sau3AI
   ScrFI    SfaNI     SfcI     SimI     SspI     StyI     TaiI     TaqI
   TaqII    TaqII     TauI     TfiI     ThaI     TseI   Tsp45I   Tsp4CI
 Tsp509I    TspRI Tth111II     VspI     XbaI     XcmI


